Supplemental Information

I.
Supplemental Figure Legends II. Supplemental Table 1 III. Supplemental Figures Accompanying SDS-PAGE analyses performed using the eluted fractions are indicated for each sample. At a ratio of 3:1, we ensure that no excess unbound PCNA is observed (see accompanying SDS-PAGE gels). analysis of NEIL1-Δ100-PCNA indicates that the two proteins do not form a complex ( Fig. 2A , main paper). We combined NEIL1-Δ100 and DNA duplex in a 1:1 molar ratio and added PCNA to the mixture. This complex was put over a Superdex 200 column and the elution profile indicated that the two proteins do not form a complex. (B) Native agarose gel electrophoresis was performed on individual fractions that eluted from the SEC described in figure S3A . Fractions 26 -27 contained only PCNA and fractions 31 -32 contained only NEIL1-Δ100. Accompanying SDS-PAGE gels for each protein-DNA complex is included. Since 0.5 mL fractions were collected, the fraction numbers correspond to twice the volume (mL). For example, fraction 30 corresponds to an elution volume of 15 mL. respectively. Since 0.5 mL fractions were collected, the fraction numbers correspond to twice the volume (mL). This result is different than the data obtained for the DNA bubble (Fig. 2B , main paper) and can be attributed to the differences in binding of NEIL1 to bubble and duplex DNA oligonucleotides. Therefore, only the fraction containing an equivalent amount of both proteins was further used in our analysis (Supplemental Fig. S5 , gel lane 4, fraction 26). Figure S6 . Mass spectrometry analysis of the NEIL1-PCNA complex. Native agarose gel electrophoresis of the proteins and complexes was performed and indicated complex formation between NEIL1 and PCNA (Fig. 2C, main paper) . In order to confirm the presence of both proteins in the complex, the band corresponding to the complex was excised from the gel, tryptic digested, and MS analysis was performed as described in the materials and methods.
MS analysis reveals the presence of both NEIL1 and PCNA in the migrating band. Peptide sequence coverage for each protein is indicated. 
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